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Figure S1 . Domain composition of the six most abundant var transcripts in each patient is shown. For some genes the long range PCR amplification was not successful and these genes are annotated based on the DBLα-tag sequence (Group A, Group B/C, DBLα2 prediction or VAR1) . Transcript proportions are here given as the un-normalized proportion of the total DBLα-tag sequence read count within the patient.
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Figure S3
Figure S3: qPCR measured var transcript levels (ΔCt relative to endogenous control gene seryl-tRNA synthetase) plotted against the DBLα-tag determined transcript proportion.
